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*Saccharomycopsis fodiens* is a member of the sole genus in the family *Saccharomycopsidaceae* ([@B1]). Previously, this genus gained attention due to the ability of *Saccharomycopsis fibuligera* to degrade starch by producing a suite of enzymes, including α-amylase, glucoamylase, β-glucosidase, and acid protease ([@B2]). Subsequently, *S. fibuligera* genes encoding these enzymes were used in heterologous hosts, such as *Saccharomyces cerevisiae* and *Yarrowia lipolytica* ([@B3][@B4][@B7]). This interest in using *S. fibuligera* also spurred genome sequencing of this yeast ([@B8]).

A totally different aspect of *Saccharomycopsis* yeast biology is the ability to act as necrotrophic mycoparasites, killing other fungi via penetration pegs ([@B9]). The broad host range includes both ascomycetes and basidiomycetes, yeasts, and filamentous fungi ([@B10]). This broad host range apparently enables *Saccharomycopsis* predators to use their penetration pegs like Swiss army knives. Due to their potential use as biocontrol agents, we are interested in elucidating the molecular biology of their predation. Here, we report the draft genome sequence of *S. fodiens*. This strain was isolated in 1995 in Queensland, Australia, and was the first saccharomycete for which predacious behavior was described ([@B11]).

With this draft genome sequence, we can now enter comparative genome biology of *Saccharomycopsis* species and provide genomic insight for strain improvements of fermentation traits. This knowledge will also fuel our understanding of the predatory behaviors of different *Saccharomycopsis* species.

The draft genome sequence of *S. fodiens* (CBS 8332 = NRRL Y-48786 = UWOPS 95-697.4) we report here was determined using Illumina MiSeq paired-end read sequencing. The *S. fodiens* strain was grown overnight at 30°C in rich medium (YPD, 1% yeast extract, 2% casein peptone, and 2% dextrose). DNA extraction and sequencing were carried out by LGC Genomics (Berlin, Germany). Two paired-end libraries were sequenced, producing 7,771,134 raw reads. These were quality processed and trimmed, resulting in 7,687,844 high-quality reads. The 250-bp paired-end library with short fragments produced 4,605,178 quality reads, and a further 3,082,666 high-quality reads were obtained from an 8-kb mate pair library. All quality-controlled reads were assembled using Bowtie 2 version 2.1.0. Initially, 90 contigs were assembled, with a total of 14,879,925 bp and an *N*~50~ of 508,788 bp. This assembly was refined by scaffolding these contigs into 9 scaffolds (\>20 kb) comprising 14,908,178 bp and an *N*~50~ of 2,606,857 bp. The average GC content in these scaffolds is 51.5%, which is remarkably high compared with that of other ascomycetous yeasts. Additionally, 13 scaffolds with fewer than 12 kb were generated. The longest scaffold is 2,724,259 in size.

The large scaffolds were compared with those of the *S. cerevisiae* genome using BLASTX. This identified 4,725 hits (E value \< 1e-10). BLASTX searches against the nonredundant database at NCBI (<https://blast.ncbi.nlm.nih.gov/Blast.cgi>) generated a further 373 hits. As was observed for *S. fibuligera*, also *S. fodiens* lacks genes required for sulfate uptake and assimilation ([@B8]). Running tRNAscan on the scaffolds identified 162 tRNA genes ([@B12]).

Accession number(s). {#s1}
--------------------

This whole-genome shotgun project has been deposited in DDBJ/ENA/GenBank under the accession no. [JNFV00000000](http://www.ncbi.nlm.nih.gov/nuccore/JNFV00000000). The version described in this paper is the first version, JNFV01000000.
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